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Asn Val lie Arg 



Asn Ala Ala Leu 
100 

Asp Val Lys Asn 
115 

Ser Ala Gly Gin 
130 

Val Asn Glu Val 
145 

Lys Leu Gly Pro 



lie Gin Thr Ala 
180 

Arg Pro Glu Ala 
195 

Leu Pro Phe Val 
21. 0 

Leu Glu Asp Gin 
225 

Gly Asp Leu Leu 



Asp Pro lie Glu 

260 

Thr lie lie His 
275 

Gin Pro Asp Leu 
290 

lie Glu His Asp 
305 

lie Leu Ser Asp 



Ala Asp Trp Lys 
340 

Leu Arg Asn Ala 
355 

Ser His Ser lie 
370 

Thr Leu Met lie 

385 



Ala Tyr Arg Leu 
85 

Phe Gin Pro lie 



He Pro Glu Ala 
120 

Ala Gly Ala Ala 
135 

Thr Asn Thr Lys 

150 

Ala Ala Asp Asp 
165 

Lys Leu Pro Val 



He Lys Ala Val 
200 

Glu Thr Tyr Gin 
215 

Tyr Phe Gly Arg 
230 

Leu Glu Gin Ala 
245 

Tyr Asp Pro Lys 



Leu Asp Glu He 
280 

Glu Leu He Gly 
295 

Ala Val Lys Val 
310 

Leu Lys Gin Tyr 
325 

Ser Asp Arg Ala 



Val Asp Asp His 
360 

Trp Met Ser Arg 
375 

Ser Asn Gly Met 
390 



Lys Arg Thr His 
90 

Thr Lys Tyr Ser 
105 

Val Thr Asn Ala 



Phe Val Ser Phe 
140 

Asn Val Arg Ala 
155 

Ala He Ser Ala 
170 

Val Leu Val Gly 
185 

Arg Lys Leu Leu 



Ala Ala Gly Thr 
220 

He Gly Leu Phe 
235 

Asp Val Val Leu 
250 

Phe Trp Asn He 
265 

He Ala Asp He 



Asp He Pro Ser 
300 

Glu Phe Ala Glu 
315 

Met His Glu Gly 
330 

His Pro Leu Glu 
345 

Val Thr Val Thr 



Tyr Phe Arg Ser 
380 

Gin Thr Leu Gly 
395 



Gin Ser Leu Asp 
95 

Val Glu Val Gin 
110 

Phe Arg He Ala 
125 

Pro Gin Asp Val 



Val Ala Ala Pro 
160 

Ala He Ala Lys 
175 

Met Lys Gly Gly 
190 

Lys Lys Val Gin 
205 

Leu Ser Arg Asp 



Arg Asn Gin Pro 
240 

Thr He Gly Tyr 
255 

Asn Gly Asp Arg 
270 

Asp His Ala Tyr 
285 

Thr He Asn His 



Arg Glu Gin Lys 
320 

Glu Gin Val Pro 
335 

He Val Lys Glu 
350 

Cys Asp He Gly 
365 

Tyr Glu Pro Leu 



Val Ala Leu Pro 
400 
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Trp Ala lie Gly Ala Ser Leu Val Lys Pro Gly Glu Lys Val Val Ser 
405 410 415 

Val Ser Gly Asp Gly Gly Phe Leu Phe Ser Ala Met Glu Leu Glu Thr 
420 425 430 

Ala Val Arg Leu Lys Ala Pro lie Val His lie Val Trp Asn Asp Ser 
435 440 445 

Thr Tyr Asp Met Val His Phe Gin Gin Leu Lys Lys Tyr Asn Arg Thr 
450 455 460 

Ser Ala Val Asp Phe Gly Asn lie Asp lie Val Lys Tyr Ala Glu Ser 
465 470 475 480 

Phe Gly Ala Thr Ala Leu Arg Val Glu Ser Pro Asp Gin Leu Ala Asp 
485 490 495 

Val Leu Arg Gin Gly Met Asn Ala Glu Gly Pro Val lie lie Asp Val 
500 505 510 

Pro Val Asp Tyr Ser Asp Asn lie Asn Leu Ala Ser Asp Lys Leu Pro 
515 520 525 

Lys Glu Phe Gly Glu Leu Met Lys Thr Lys Ala Leu 
530 535 540 



<210> 88 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: ribosome 
binding site 

<220> 

<221> inisc_f eature 
<222> 14-20 

<223> n = a, c, g, or t 

<400> 88 

agaaaggagg tgannnnnnn atg 



<210> 89 
<211> 7 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: PanC 
C terminus 

<400> 89 

lie Arg Glu Met Glu Arg lie 
1 5 



<210> 90 
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<211> 5 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: PanC 
C terminus 

<400> 90 

lie Arg Glu Arg Arg 
1 5 



<210> 91 
<211> 7 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: PanC 
C terminus 

<400> 91 

lie Arg Arg Lys Glu Val Asn 

1 5 

<210> 92 
<211> 6688 
<212> DNA 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: Recombinant 
pAN33 6 plasmid 



<400> 92 
tgcgccgcta 


cagggcgcgt 


ccattcgcca 


ttcaggctgc 


gcaactgttg 


ggaagggcga 


60 


tcggtgcggg 


cctcttcgct 


attacgccag 


ctggcgaaag 


ggggatgtgc 


tgcaaggcga 


120 


ttaagttggg 


taacgccagg 


gttttcccag 


tcacgacgtt 


gtaaaacgac 


ggccagtgaa 


180 


ttgtaatacg 


actcactata 


gggcgaattg 


ggcccgacgt 


cgcatgcacc 


aggcttctca 


240 


ggcgctgact 


tagaaaacct 


cttgaatgaa 


gctgcgcttg 


tagcggctcg 


tcaaaacaag 


300 


aaaaaaatcg 


atgcgcgtga 


tattgacgaa 


gcgacggacc 


gtgtaattgc 


cggacccgct 


360 


aagaagagcc 


gcgttatctc 


caagaaagaa 


cgcaatatcg 


tggcttatca 


cgaaggcgga 


420 


cacaccgtta 


tcggtctcgt 


tttagatgag 


gcagatatgg 


ttcataaagt 


aacgattgtt 


480 


cctcggggcc 


aggctggcgg 


ttatgctgtt 


atgctgccaa 


gagaagaccg 


ttatttccaa 


540 


acaaagccgg 


agctgcttga 


taaaattgtc 


ggcctcttgg 


gcggacgtgt 


tgctgaagag 


600 


attatcttcg 


gtgaagtcag 


cacaggggcg 


cacaatgact 


tccagcgtgc 


gacgaatatt 


660 


gcaagacgaa 


tggttacaga 


attcggtatg 


tcagaaaaac 


tgggaccgtt 


gcaatttgga 


720 


cagtctcagg 


gcggtcaggt 


attcttaggc 


cgtgatttca 


acaacgaaca 


gaactacagt 


780 



